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Figure S1. Overall integrated miRNA-gene regulatory network. Graphical representation of regulatory network for 

JIA (a) and CF (b). Rectangles: miRNAs. Circles: target genes. Red: up-regulated miRNAs and target genes when 

compared to HC. Blue: down-regulated miRNAs and target genes when compared to HC.   



 
 

 

 

Figure S2. Integrated miRNA-gene regulatory network with the expression of miRNAs and their target genes 

in the opposite directions. Graphical representation of regulatory networks from up-regulated miRNAs and down-

regulated target genes in JIA (a) and CF (c). Graphical representation of regulatory networks from down-regulated 

miRNAs and up-regulated target genes in JIA (b) and CF (d). Rectangles: miRNAs. Circles: target genes. Red: up-

regulated miRNAs and target genes when compared to HC. Blue: down-regulated miRNAs and target genes when 

compared to HC. 



 

 

 

 

 

Figure S3. Integrated miRNA-gene regulatory networks from hub miRNAs. Graphical representation of 

regulatory network in JIA (a) and CF (b). Rectangles: miRNAs. Circles: target genes. Red: up-regulated miRNAs and 

target genes when compared to HC. Blue: down-regulated miRNAs and target genes when compared to HC.   

 

 

 



 



 



 



 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 



 



 

 
 
 



 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 



 



 



 



 
 
 



 
 
 
 
 
 
 
 
 
 
 
 
 
 



 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 


